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belonging to the thesis 
 
‘DNA methylation inheritance in Arabidopsis: The Next Generation’ 
 
by René Wardenaar 
 
 
1. Next generation sequencing has revolutionized how we study epigenetic 
mechanisms in model and non-model organisms. 
 
2. The detected heritability and QTL in the epiRIL population suggest that DNA 
methylation has a role in plant evolution. 
 
3. Knowledge of the epigenetic basis underlying heterosis may point to new 
breeding strategies in the construction of commercial hybrids. 
 
4. Population-level divergence in CG methylation in Arabidopsis thaliana 
originates in part from spontaneous epimutations.  
 
5. The choice of data visualization to support an argument carries ethical 
implications. 
 
6. A replicated finding should be on par with the original finding. 
 
7. In the peer-reviewing process author names should not appear on 
manuscripts. 
 
8. There should be no financial barrier to accessing scientific journals. 
 
9. Biologists often cannot tell the forest from the trees; bioinformaticians 
often have the opposite problem, which is a source of collaboration but 
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